rabbit polyclonal anti-AR (N-20) (Santa Cruz Biotechnology) (1:50).
Immunofluoresence of polytene chromosomes
Immunofluoresence of polytene chromosome squashes was performed as previously described (3). Wandering third instar larvae of D. melanogaster were collected, and salivary glands were dissected and fixed in 3.7% formaldehyde, 50% acetic acid for 2 min and squashed in 45% acetic acid on subbed slides. The slides were frozen in liquid nitrogen and blocked in blocking buffer (1×PBS, 5% non-fat dry milk, 0.1% Tween 20), and were then incubated in blocking buffer containing primary antibodies at 4°C overnight. Primary antibodies used were: rabbit polyclonal anti-FLAG (SIGMA F7425, 1:80), and rat polyclonal anti-dCBP (1:80) (3). Incubation was followed by washing in wash buffer (1×PBS, 0.1% Tween 20) three times. The slides were then incubated with secondary FITC-or Cy5-conjugated antibodies (Jackson Immunoresearch Laboratories Inc.; 1:1000) together with DAPI (4,6-diamidino-2-phenylindole) (Roche, 1:5000 in PBS) for 2 h at room temperature.
Slides were again washed in wash buffer three times and mounted in Vectashield anti-fate mounting medium (Vector Laboratories). Immunofluoresence staining was visualized using Zeiss confocal laser scanning system 510. 
Immunoprecipitation and western blotting analysis

Immunofluorescence staining
Cells were cultured on glass bottom collagen-coated dishes. Plasmids were transfected with Lipofectamine. After transfection, cells were treated with either 10 -8
M DHT or EtOH for 12h. Then cells were fixed with 4% paraformaldehyde in PBS, followed by permeabilization with 0.5% Triton X-100 in PBS for 10 min.
Coverslips were washed and blocked with 1% donkey serum for 30 min at room temperature as previously described (4). First antibodies were added and incubated for 2h at room temperature. Antibody dilutions were anti-FLAG (sigma) at 1:200, anti-AR (N-20) at 1:100. Cells were washed three times and incubated with Cy5-or Cy3-conjugated secondary antibodies for 1h at room temperature. Then nuclei were stained with DAPI in PBS for10 min, followed by washing in washing buffer three times and mounted in Vectashield anti-fate mounting medium (Vector Laboratories).
RNA-seq analysis, Differentially Expressed Genes, and Bioinformatics Analysis
22Rv1 cells were treated with or without 10 -8
M DHT for 24 hours, each experiment was repeated three times. Total RNA was extracted using RNeasy kit (Qiagen) and RNA concentration was quantified. The quality of total RNA was analyzed using Agilent 2100 Bioanalyzer (RIN score >9.0). 2µg total RNA from each experiment was used for library preparation according to the protocol described in the TruSeq Stranded mRNA Sample Preparation kits (Illumina, CA). The pooled multiplexed libraries were sequenced to generate 100bp paired-end reads on an Illumina HiSEq 4000 platform. Differentially expression analysis was performed using the Bioconductor package (5). For heat maps, we kept genes with fold change (FC) ≥1.0 or ≤-1.0 between two populations as indicated with a P-Values <0.05. Gene set functional and pathway analysis were analyzed using KEGG pathway.
Supplementary Figure Legends
Supplementary Figure S1 . Knockdown of BAP18 inhibits MDR1 gene expression IP;BAP18
Figure S4 
